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Abstract
Diet can affect the diversity and composition of gut microbiota. Usage of antibiotics in food
production and in human or veterinary medicine has resulted in the emergence of commen-
sal antibiotic resistant bacteria in the human gut. The incidence of erythromycin-resistant
lactic acid bacteria (LAB) in the feces of healthy vegans, ovo-lacto vegetarians and omni-
vores was analyzed. Overall, 155 LAB were isolated and characterized for their phenotypic
and genotypic resistance to erythromycin. The isolates belonged to 11 different species
within the Enterococcus and Streptococcus genera. Enterococcus faecium was the domi-
nant species in isolates from all the dietary categories. Only 97 out of 155 isolates were
resistant to erythromycin after Minimum Inhibitory Concentration (MIC) determination;
among them, 19 isolates (7 from vegans, 4 from ovo-lacto vegetarians and 8 from omni-
vores) carried the erm(B) gene. The copresence of erm(B) and erm(A) genes was only
observed in Enterococcus avium from omnivores. Moreover, the transferability of erythro-
mycin resistance genes using multidrug-resistant (MDR) cultures selected from the three
groups was assessed, and four out of six isolates were able to transfer the erm(B) gene.
Overall, isolates obtained from the omnivore samples showed resistance to a greater num-
ber of antibiotics and carried more tested antibiotic resistance genes compared to the iso-
lates from ovo-lacto vegetarians and vegans. In conclusion, our results show that diet does
not significantly affect the occurrence of erythromycin-resistant bacteria and that commen-
sal strains may act as a reservoir of antibiotic resistance (AR) genes and as a source of anti-
biotic resistance spreading.
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Introduction
The intestinal tract is the largest reservoir of microbes in the human body, containing up to
1014 microbial cells of over 500 different species [1, 2]. Microorganisms associated with the
human intestinal tract are referred to as the “gut microbiota,” which plays an important role in
both the health and disease of the host through its impact on metabolism, nutrition, physiol-
ogy, immunology and pathogenesis [3]. The composition of the gut microbiota is influenced
by many factors, such as age, sex, host genetics and environment. Among environmental fac-
tors, diet exerts the largest impact on the human gut microbiota. Three main types of diet are
currently recognized throughout the world, namely, omnivore, ovo-lacto vegetarian and
vegan, each of which is a source of nutrients for microorganisms and is itself a reservoir of
microbes that impose a huge influence on the abundance and diversity of gut microbiota [4].
The effect of long term and short term diet on the composition of the human gut microbiota
has been extensively studied over the last decade [4, 5, 6, 7, 8, 9]. Furthermore, as reported by
Hu et al. [10], the human gut contains the largest pool of antibiotic resistance (AR) genes (gut
“resistome”) compared with other natural environments, such as soil or aquatic environments.
This is of great concern since the emergence of AR is considered a large global health problem
[11]. It has been reported that antimicrobial usage causes selection for and enhancement of
antibiotic resistant bacteria in the human gut [12]. Among environmental factors, food and
beverages represent the main reservoirs of antibiotic resistant bacteria and their AR genes for
the human gut, which is characterized by the coexistence of numerous commensal, sapro-
phytic, and even pathogenic bacterial species [13, 14, 15, 16]. This is not surprising considering
the extensive administration of antibiotics in livestock, agriculture and aquaculture for several
purposes, including therapy, prophylaxis and growth promotion [15]. Furthermore, fruits and
vegetables may be exposed to antibiotic resistant bacteria from different sources, such as irriga-
tion water, wastewater, contaminated manure or animals (wild and domestic) during growing
in the field, harvesting or post-harvesting, transport and storage [17, 18].
Many previous studies have focused on AR genes in clinically relevant bacterial species [19,
20, 21]. However, further attention is currently being paid to the AR genes in foodborne and
gut commensal bacteria, such as lactic acid bacteria (LAB), which may horizontally transfer
their AR genes to either close or distantly related strains, including human pathogens in the
gut [22, 23, 24]. The high cell density present in the human gut might favor the horizontal
transfer of AR genes through some of the three major mechanisms, such as conjugation, natu-
ral transformation and transduction. Among these, conjugation is recognized as the most
common mechanism of horizontal gene transfer in natural environments, including the
human intestinal tract [25].
Nonetheless diet exerts a huge impact on the human gut microbiota, little is known on the
effect of diet, especially long term diet, on its AR gene reservoir (“resistome”). The results
reported in several previous studies [26, 27, 28, 29] were inconsistent, thus encouraging further
investigation into this important topic. In our previous work [23], the small effect of long-term
vegan, ovo-lacto vegetarian or omnivore diet on the prevalence of 12 AR genes conferring
resistance to erythromycin, tetracyclines, vancomycin and β-lactams was seen after direct PCR
screening of 144 fecal samples. Overall, the genes conferring resistance to erythromycin and
tetracyclines were detected at the highest frequency. Since erythromycin-resistant genes are
reported to be among the most widespread AR determinants in foodborne LAB [30], the aim
of the present study was to evaluate the impact of different dietary habits on the distribution of
erythromycin-resistant LAB strains in the feces of omnivores, vegetarians and vegans that
showed a high frequency of erythromycin-resistant genes in a previous work [23]. All the iso-
lates were subjected to genotypic and phenotypic determination of antibiotic resistance.
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Moreover, conjugation experiments were performed to evaluate the possible transmission of
erythromycin-resistant genes from isolated multidrug-resistant (MDR) LAB strains to differ-
ent recipients.
Materials and methods
Recruitment of participants following an omnivore, vegan or ovo-lacto
vegetarian diet
144 healthy participants who were habitually following a long term (at least 1 year before
recruiting) omnivore, ovo-lacto vegetarian or vegan diet were recruited from 4 different loca-
tions in Italy (Bari, Bologna, Parma and Turin) between February and July 2013. The recruited
volunteers were asked to record the exact quantities (g or mL) of all the foods and beverages
consumed daily during three consecutive weeks. An ovo-lacto vegetarian diet was assumed
when the participants stated they did not consume any meat, fish and seafood, whereas a
vegan diet was assumed for those participants who stated that they did not consume any foods
from animal origin. The details about recruitment procedure as well as the exclusion criteria
have been previously reported [5, 6, 23].
Isolation of erythromycin-resistant lactic acid bacteria
Fecal samples from 144 healthy individuals with different diets (48 omnivores, 48 ovo-lacto
vegetarians and 48 vegans) previously screened by PCR for the occurrence of 12 antibiotic
resistance genes [23] were further analyzed to isolate erythromycin-resistant LABs. After
defrosting, 1 g of each fecal sample was transferred in 9 mL of peptone water (1 g L-1 of pep-
tone) and homogenized by vortexing. Aliquots of the homogenates were inoculated onto MRS
agar (VWR Chemicals, Radnor, Pennsylvania, US) supplemented with erythromycin (4 mg
L-1) (Sigma-Aldrich, Saint Louis, MO, USA). After 48–72 h of incubation at 30˚C in anaerobic
jars, presumptive erythromycin-resistant colonies were randomly selected and amplified on
MRS agar plates supplemented with the same concentration of erythromycin used in the
selection.
Species identification
DNA from the isolates was extracted following the procedure described by Osimani et al. [31],
resuspended at a concentration of 25 ng μL-1 and used in PCR assays.
The 16S rRNA gene was amplified by PCR with universal primers 27F (5’-AGAGTTTGAT
CCTGGCTCAG-3’) and 1495R (5’- CTACGGCTACCTTGTTACGA-3’) [32]. 2 μL (50 ng)
of the extracted DNA was amplified in a total reaction volume of 50 μL containing 1U of Taq
DNA polymerase (SybEnzyme, Novosibirsk, Russia), 1X reaction buffer, 0.2 mM deoxynucleo-
side triphosphates and 0.2 μM of each primer. The PCR was carried out using the amplifica-
tion conditions previously described by Aquilanti et al. [33].
The obtained 16S rRNA amplicons (1468 bp) were digested separately with 2.5 U of the
restriction enzymes AluI, FokI and HaeIII (New England Biolabs, Ipswich, MA, USA) in
12.5 μL reaction volume. The reactions were performed at 37˚C for 15 h for the preliminary
identification of the isolates by Amplified Ribosomal DNA Restriction Analysis (ARDRA).
12.5 μL of each digested product were analyzed trough electrophoresis on a 2% (w/v) agarose
gel (Conda pronadisa, Spain) in 0.5X TBE (45 mM Tris-borate, 1 mM EDTA) containing
ethidium bromide (0.5 μg mL-1) at 75 V for 2 h. A 100-bp ladder (HyperLadder, Bioline, Lon-
don, UK) was used as molecular weight standard. Gels were visualized under UV light and
photographed with the Complete Photo XT101 system (Explera, Jesi, Italy). The comparison
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of banding profiles among different isolates was performed manually. Isolates showing identi-
cal restriction patterns were grouped together. To perform the species identification, 16S
rRNA amplicons of one or more isolates from each ARDRA group were sent to Genewiz
(Takeley, UK) for purification and sequencing. The obtained sequences in FASTA format
were compared with the sequences deposited in the GenBank DNA database (http://www.
ncbi.nlm.nih.gov/) using the Basic local Alignment Search Tool (BLAST) [34].
Antimicrobial susceptibility testing and antibiotic resistance gene
detection
Antibiotic susceptibility was assessed by determination of the minimum inhibitory concentra-
tion (MIC) according to the Clinical and Laboratory Standards Institute [35] guidelines, and
the results were interpreted according to the CLSI breakpoints [36]. Enterococcus faecalis
ATCC 29212 was used as a quality control strain. The resistance genes erm(A), erm(B) and
erm(C) were assessed by PCR using previously described primers and conditions [23]. Isolates
that were positive for one or more erm genes were selected and further analyzed for antimicro-
bial susceptibility to additional antibiotics by MIC determination as described above. The fol-
lowing antibiotics were tested: ampicillin (AMP), gentamicin (CN), streptomycin (STR),
levofloxacin (LEV), quinupristin/dalfopristin (Q/D), linezolid (LZD), vancomycin (VAN),
daptomycin (DAP) and tetracycline (TET), all of which were purchased from Sigma-Aldrich
except for Q/D (Pfizer, Rome, Italy). Tetracycline [tet(M), tet(L), tet(O), tet(K)], gentamicin
[aac(60)-Ie-aph(2@)-Ia] and streptomycin [ant(6’)-Ia] resistance genes were detected by PCR as
previously described [37, 38].
Conjugation experiments
Conjugation experiments were performed by filter mating as previously described [39] using
strains carrying multiple resistance genes isolated from the feces of omnivore (E. faecium
37BA and E. faecalis 37TO), ovo-lacto vegetarian (E. faecalis 13BA and E. hirae 01BA) and
vegan (E. faecalis 27TO and E. avium 35PA) individuals as donors. E. faecalis JH2-2, E. faecium
64/3, both resistant to fusidic acid and rifampicin, were used as recipients.
Selection of transconjugants was performed on Brain Heart Infusion agar (BHIA) plates
supplemented with erythromycin (20 μg mL-1), fusidic acid (10 μg mL-1) and rifampicin
(10 μg mL-1). The conjugation frequency was expressed as the number (CFU mL-1) of trans-
conjugants per recipient cell (CFU mL-1). Each experiment was performed in triplicate, and
transconjugant frequencies were reported as the mean of three experiments. The relationship
between the transconjugants and the relevant recipient was verified by species-specific PCR
assays targeting genes coding for the D-ala-D-ala ligase (ddl E. faecium and ddl E. faecalis) or
by the comparison of pulsed field gel electrophoresis (PFGE) profiles; both assays were per-
formed as reported by Vignaroli et al. [37]. The stability of erythromycin resistance in the
transconjugants was assessed by serial daily passages on antibiotic-free BHIA for a month.
Every week, some colonies were tested for erythromycin susceptibility by MIC determination
and by PCR detection of erm(B) gene.
Statistical analysis
To compare the distribution of isolates within the different enterococcal species in the three
categories of individuals (omnivores, ovo-lacto vegetarians and vegans) and to determine if
there was a significant difference between the expected and the observed frequencies in each
category, Chi-squared (χ2) test was performed. Also the prevalence of resistant strains and erm
Erythromycin-resistant lactic acid bacteria in human gut
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(B) genes among the three dietary groups were analyzed by the χ2 test. The significance was set
at p< 0.05.
Results and discussion
Identification of isolates
In total, 155 isolates grown on MRS agar supplemented with erythromycin (4 mg L-1) were
recovered from the fecal samples of the volunteers following an omnivore (50 isolates), ovo-
lacto vegetarian (51 isolate) or vegan (54 isolates) diet. The collected isolates were grouped
into 11 different profiles by ARDRA and identified to the species level on the basis of the 16S
rRNA sequencing of the amplicon of one or more isolates of each group (S1 Table). All tested
isolates belonged to Enterococcus or Streptococcus spp. This is not surprising since the LAB
belonging to Enterococcus and Streptococcus genus are commensal members of the normal
human gut microbiota [40, 41, 42]. Moreover, Enterococcus are widely distributed in a variety
of foods of both animal and plant origin, likely due to their high resistance to adverse environ-
mental conditions in food processing facilities and during storage. These bacteria can be used
as a food contamination indicator or they can even play a beneficial role during the ripening of
fermented foods by enhancing the flavor [43]. Two species, namely, Enterococcus faecalis and
Enterococcus faecium, are the most prevalent species of this genus found in foods as well as in
human feces [41]. The high incidence of resistance to different classes of antibiotics in entero-
cocci isolated from different foods (including meat, dairy products, and vegetables) or used as
probiotic strains is of great concern since, once ingested, they can survive gastric passage and
act as a reservoir of AR genes in the human gut [12, 15].
The 155 LAB isolates obtained from MRS agar plates supplemented with erythromycin (4
mg L-1) were distributed among three dietary groups, as reported in Fig 1. E. faecium was the
dominant species in all three categories, representing 70.6%, 70.0% and 50.0% of the total
number of isolates from the feces of ovo-lacto vegetarians, omnivores and vegans, respectively.
Enterococcus durans represented 23.5% of the isolates from ovo-lacto vegetarians, 20.4% of the
isolates from vegans and 18% of the isolates from omnivores, while E. faecalis represented
13.0% of vegan, 8.0% of omnivore and 2.0% of vegetarian isolates. Other enterococcal species
less frequently isolated from humans were recovered from the different fecal samples. Entero-
coccus hirae and Enterococcus mundtii were isolated exclusively from ovo-lacto vegetarian
samples, each representing 2.0% of the isolates. Enterococcus avium was isolated from omni-
vore (2.0%) and vegan samples (3.7%), while Enterococcus pallens and Enterococcus casselifla-
vus were isolated only from vegan samples, both covering 3.7% of total isolates. The higher
prevalence of E. durans, E. mundtii, E. hirae and E. casseliflavus species in fecal samples from
vegans and ovo-lacto vegetarians might be related to their abundance in foods of plant origin,
as reported in previous studies [44, 45, 46, 47].
The species from Streptococcus genera were isolated from vegan and omnivore samples. In
detail, Streptococcus pasteurianus and Streptococcus salivarius were isolated exclusively from
vegan samples in low proportions (1.9%), while the species Streptococcus parasanguinis was
isolated from vegan and omnivore samples, covering 1.9% and 2.0% of total species, respec-
tively. These species are part of the viridans group of streptococci, which can be both commen-
sal and pathogenic in humans, colonizing the gastrointestinal and urinary tracts as well as the
oral cavity mucosa [48]. However, statistical analysis showed no significant differences in the
species distribution among the different dietary groups. This is in accordance with the previ-
ous study performed by Ferrocino et al. [6], in which the microbiota of the same fecal samples
used in our work were studied by a combination of culture-dependent (viable counts on differ-
ent culture media) and -independent methods (ribosomal RNA Denaturing Gradient Gel
Erythromycin-resistant lactic acid bacteria in human gut
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Electrophoresis), showing a high similarity of the fecal microbiota for the three investigated
diets. Regarding the species diversity, vegan fecal samples were characterized by the highest
richness in LAB species (9) compared to ovo-lacto vegetarian and omnivore samples with 5
different LAB species each (Fig 1). The prevalence of E. faecium compared to the minor
enterococcal species (E. avium, E. hirae, E. pallens, E. mundtii, E. casseliflavus) was significant
(p = 0.04) in the vegan group only.
Erythromycin resistance and erm gene detection
All the isolates were subjected to erythromycin MIC determination. The results are summa-
rized in Table 1, while the detailed results are shown in S1 Table. According to the CLSI (2017)
breakpoints for resistance to erythromycin, Enterococcus and Streptococcus isolates were con-
sidered to be phenotypically resistant when the detected MIC values were� 8 mg L-1 and� 1
mg L-1, respectively. Not all the isolates grown on erythromycin containing MRS plates were
phenotypically resistant to this antibiotic after MIC determination. Resistance to erythromycin
Fig 1. Distribution of lactic acid bacteria isolated from the fecal samples of healthy vegans, ovo-lacto vegetarians and omnivores grown on MRS agar plates
supplemented with erythromycin (4 mg L-1).
https://doi.org/10.1371/journal.pone.0220549.g001
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was confirmed in 93 Enterococcus (35 from vegans, 28 from ovo-lacto vegetarians and 30 from
omnivores) and 4 Streptococcus (3 from vegans and 1 from omnivores) strains (Table 1, S1
Table). The distribution of erythromycin-resistant species among three dietary groups is
reported in Fig 2. The prevalence of isolates within the different enterococcal species in the
three categories was not statistically significant (p>0.05).
Table 1. Prevalence and distribution of the MICs and erythromycin resistant genes among the lactic acid bacteria isolated from the fecal samples of vegans, ovo-
lacto vegetarians and omnivores.
Species Diet Total
number of
tested
strains
MIC values (μg mL-1) a, b Breakpoint
(μg mL-1) �
Total number of
phenotypically
erythromycin-resistant
strains
Erythromycin
resistance genes
�0.25 0.5 1 2 4 8 16 32 64 128 256 >256 erm
(A)
erm
(B)
erm
(C)
Enterococcus
faecium
Vegan 27 4 - - 1 2 2 12 6 - - - - �8 20 (74.1%) - - -
Vegetarian 36 1 5 2 6 5 1 8 6 1 - - 1 17 (47.2%) - 1 -
Omnivore 35 - 1 2 6 6 8 5 2 1 - - 4 20 (57%) - 4 -
Enterococcus
faecalis
Vegan 7 - 1 - 3 - - - - - - - 3 �8 3 (42.9%) - 3 -
Vegetarian 1 - - - - - - - - - - - 1 1 (100%) - 1 -
Omnivore 4 - 1 - - - - - - - - - 3 3 (75%) - 3 -
Enterococcus
durans
Vegan 11 2 1 - - 1 1 5 1 - - - - �8 7 (63.6%) - 0 -
Vegetarian 12 - - - 1 2 2 4 1 1 - - 1 9 (75%) - 1 -
Omnivore 9 - - 2 1 4 - 1 1 - - - 6 (66.7%) - 0 -
Enterococcus
hirae
Vegan - - - - - - - - - - - - - �8 - - 0 -
Vegetarian 1 - - - - - - - 1 - - - - 1 (100%) - 1 -
Omnivore - - - - - - - - - - - - - - - 0 -
Enterococcus
avium
Vegan 2 - - - - - - - - - 1 - 1 �8 2 (100%) - 2 -
Vegetarian - - - - - - - - - - - - - - - 0 -
Omnivore 1 - - - - - - - - - - - 1 1 (100%) 1 1 -
Enterococcus
pallens
Vegan 2 - - - - - - 1 - 1 - - - �8 2 (100%) - - -
Vegetarian - - - - - - - - - - - - - - - - -
Omnivore - - - - - - - - - - - - - - - - -
Enterococcus
mundtii
Vegan - - - - - - - - - - - - - �8 - - - -
Vegetarian 1 - 1 - - - - - - - - - - - - - -
Omnivore - - - - - - - - - - - - - - - - -
Enterococcus
casseliflavus
Vegan 2 1 - - - - - 1 - - - - - �8 1 (50%) - - -
Vegetarian - - - - - - - - - - - - - - - - -
Omnivore - - - - - - - - - - - - - - - - -
Streptococcus
pasteurianus
Vegan 1 - - - - - - - - - - - 1 �1 1 (100%) - 1 -
Vegetarian - - - - - - - - - - - - - - - - -
Omnivore - - - - - - - - - - - - - - - - -
Streptococcus
parasanguinis
Vegan 1 - - - - - 1 - - - - - - �1 1 (100%) - - -
Vegetarian - - - - - - - - - - - - - - - - -
Omnivore 1 - - - - 1 - - - - - - - 1 (100%) - - -
Streptococcus
salivarius
Vegan 1 - - - - - - - - - - - 1 �1 1 (100%) - 1 -
Vegetarian - - - - - - - - - - - - - - - - -
Omnivore - - - - - - - - - - - - - - - - -
� Clinical Laboratory Standard Institute breakpoints (CLSI, 2017);
a overall MIC50: vegans (16 μg mL-1), ovo lacto vegetarians (8 μg mL-1), omnivores (8 μg mL-1);
b overall MIC90: vegans (128 μg mL-1), ovo lacto vegetarians (32 μg mL-1), omnivores (>256 μg mL-1);
MIC, Minimum Inhibitory Concentration
https://doi.org/10.1371/journal.pone.0220549.t001
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Eight highly resistant strains with MICs >256 mg L-1 were isolated from omnivore samples,
represented by 4 E. faecium, 3 E. faecalis and 1 E. avium isolate, while six and three highly resis-
tant isolates were recovered from vegans (3 E. faecalis, 1 E. avium, 1 S. pasteurianus and 1 S.
salivarius) and ovo-lacto vegetarians (1 E. faecium, 1 E. faecalis and 1 E. durans) samples
(Table 1, S1 Table). Overall, the MIC50 of the total isolates from the three dietary groups were
similar (16, 8 and 8 mg L-1 for vegan, vegetarian, and omnivore isolates, respectively), whereas
the MIC90 was slightly higher for omnivore isolates (>256 mg L
-1) than for vegan and vegetar-
ian isolates (128 and 32 mg L-1, respectively).
The prevalence of highly erythromycin-resistant strains in the fecal samples collected from
omnivores could be a consequence of excessive use of antibiotics in the breeding of farm ani-
mals. Although the use of antibiotics to promote the growth of farm animals has been for-
bidden in Europe since 2006, their use for therapeutic and prophylactic purposes is still
permitted [49].
The highest, although not significant frequency of erythromycin-resistant strains among
vegans (70%) respect ovo-lacto vegetarians (55%) or omnivores (62%), was unexpected (S2
Table). Food of vegetable origin could thus represent an underestimated source of AR in
humans. Notably, the large use of antibiotics in food animals and aquaculture has resulted in
the increase of resistant bacteria in the environment, soil and water bodies, and consequently
in the possible contamination of crops and vegetables [15, 49]. Regarding the Streptococcus
genus, S. pasteurianus and S. salivarius strains isolated from vegan samples showed a high level
of resistance (>256 mg L-1) to erythromycin. The high rates of macrolide resistance among
viridans group streptococci have been previously reported by Brenciani et al. [50]. This group
of microorganisms uses the target site modification and macrolide efflux systems as the main
mechanisms of MLSB resistance [51].
The 97 erythromycin-resistant strains (38 from vegans, 28 from ovo-lacto vegetarians and
31 from omnivores) were screened for the occurrence of three erythromycin resistance genes,
namely, erm(A), erm(B) and erm(C). As shown in Table 1 and S1 Table, only 19 isolates (7
from vegans, 4 from ovo-lacto vegetarians and 8 from omnivores) carried an erm gene; in par-
ticular, 18 carried erm(B), and only one (33TO from omnivores) carried both erm(B) and erm
Fig 2. Distribution of phenotypically erythromycin-resistant lactic acid bacteria isolated from the fecal samples of healthy vegans, ovo-lacto vegetarians and
omnivores.
https://doi.org/10.1371/journal.pone.0220549.g002
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(A) genes. No significant differences were observed in the erm(B) distribution among the dif-
ferent dietary groups. The prevalence of the erm(B) gene among other erm genes was also con-
firmed in this study since this is the most frequently detected gene in LAB isolated from
human stool [52, 23] as well as from different food samples [53]. The higher prevalence of erm
(B) could be related to its frequent localization on mobile conjugative transposons [54] (i.e.
Tn916-Tn1545 family) or mobilizable plasmids, as described for the E. faecium 37BA from
omnivores [55]. The detection of a low number of genes conferring resistance to erythromycin
among phenotypically resistant isolates could also be because we only analyzed the most com-
mon genes found in LAB, suggesting the possibility that these bacteria contain other genes
involved in erythromycin resistance. The occurrence of the genes was very well correlated with
the MIC results since almost all the isolates carrying erm genes were characterized by high-
level resistance (MICs >256 mg L-1). Only one E. hirae strain (01BA from ovo-lacto vegetari-
ans) with an MIC of 32 mg L-1 and one E. avium strain (24BA from vegans) with an MIC of
128 mg L-1 were positive for the genes. Highly erythromycin-resistant strains (MIC >256 μg
mL-1) slightly prevailed among the omnivore samples. Furthermore, the copresence of erm(B)
and erm(A) was detected in an omnivore strain.
Our findings are in accordance with the results obtained by Portillo et al. [56], who
screened different Enterococcus strains for the presence of erm(A), erm(B) and erm(C) genes.
erm(B) gene was detected in 98% of highly erythromycin-resistant Enterococcus isolates with
MIC > 128 mg L-1, whereas enterococcal isolates for which erythromycin MICs were<32 mg
L-1 were negative for erm methylase genes.
Characterization of the selected erythromycin-resistant strains
The 19 erm positive strains were further analyzed for their resistance to additional antibiotics
by MIC determination and PCR detection of the relevant resistance genes. Most of them were
resistant to TET (16 out of 19) and STR (10 out of 19) in accordance to previous studies [55,
57, 58, 59], reporting that co-resistance to ERY, TET and STR in E. faecium and E. faecalis is
frequently related to multi-resistant plasmids. Overall, isolates obtained from the omnivore
samples were resistant to a greater number of antibiotics (up to 4) with respect to those from
vegan samples. Moreover, omnivore samples carried more tested antibiotic resistance genes
with respect to the other categories (Table 2). All tetracycline resistant strains carried both the
tet(M) and tet(L) genes, and all but one (i.e., E. faecium 39 BA) streptomycin resistant strain
carried the gene ant(6’)-Ia (Table 2). The co-presence on mobile plasmids of erm(B), tet(M),
tet(L) and/or ant(6’)-Ia (i.e aadE) has been reported both in human and food enterococcal iso-
lates [55, 58, 59]. The finding of gentamicin resistance only among omnivore strains could be
related to the use of aminoglycosides in veterinary medicine.
Conjugation experiments
Two resistant strains belonging to different species and selected from each category (omnivore,
ovo-lacto vegetarian or vegan) of subjects were used as donors in mating experiments with the
two recipients E. faecalis JH2-2 and E. faecium 64/3. Transconjugants were obtained from all
the donors except for E. faecalis 37TO (omnivore) and E. hirae 01BA (ovo-lacto vegetarian).
Transfer frequencies and resistance genes acquired from the donors E. faecium 37BA, E. faeca-
lis 13BA, E. avium 35PA and the E. faecalis 27TO are reported in Table 3. All these donors
transferred erm(B) to the recipient E. faecalis JH2-2 with different frequencies (5.7 x 10−9 to
1.7 x 10−6) and not to E. faecium 64/3, except for the donor E. faecium 37BA. Transfer frequen-
cies were higher in the intraspecific mating assays confirming previous results [39] and the
highest frequency was observed with the donor E. faecium 37BA and the recipient E. faecium
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64/3 (5.7 x 10−4). All transconjugants maintained erythromycin resistance and erm(B) gene
even after repeated passages in antibiotic-free medium. In addition, in a previous study [55],
E. faecium 37BA was able to transfer both erm(B) and tet(M)-tet(L) genes to the recipients E.
faecium 64/3 and Listeria welshimeri 11857RF, with frequencies of 5.7 x 10−4 and 8.5 x 10−8,
Table 2. Resistance phenotype and genotype of the erythromycin resistant isolates carrying erm(B).
Strain Resistance phenotype Resistance genotype
omnivore
36PA E. faecalis ERY, CN, TET erm(B), aac-aph, tet(M), tet(L)
36BA E. faecalis ERY, STR, DAP, TET erm(B), ant(6’)-Ia, tet(M), tet(L)
37TO E. faecalis ERY, CN, TET erm(B), aac-aph, tet(M), tet(L)
28BA E. faecium ERY, STR, DAP, TET erm(B), ant(6’)-Ia, tet(M), tet(L)
37BA E. faecium ERY, STR, DAP, TET erm(B), ant(6’)-Ia, tet(M), tet(L)
39BA E. faecium ERY, STR, TET erm(B), tet(M), tet(L)
32BA E. faecium ERY, TET erm(B), tet(M), tet(L)
33TO E. avium ERY, STR, CN, TET erm(B), erm(A), ant(6’)-Ia, aac-aph, tet(M), tet(L)
ovo-lacto vegetarian
13BA E. faecalis ERY, STR, TET erm(B), ant(6’)-Ia, tet(M), tet(L)
17aBO E. faecium ERY, Q/D, TET erm(B), tet(M), tet(L)
01BA E. hirae ERY, AMP, STR, erm(B), ant(6’)-Ia
05bPA E. durans ERY, STR, TET erm(B), ant(6’)-Ia, tet(M), tet(L)
vegan
16BA E. faecalis ERY, DAP erm(B)
24TO E. faecalis ERY, TET erm(B), tet(M), tet(L)
27TO E. faecalis ERY, TET erm(B), tet(M), tet(L)
24BA E. avium ERY, STR, TET erm(B), ant(6’)-Ia, tet(M), tet(L)
35PA E. avium ERY, STR erm(B), ant(6’)-Ia
21TO S. pasteurianus ERY, TET erm(B), tet(M), tet(L)
25TO S. salivarius ERY, TET erm(B), tet(M), tet(L)
ERY, erythromycin; AMP, ampicillin; CN, gentamicin; STR, streptomycin; LEV, levofloxacin; Q/D, quinupristin/dalfopristin; LZD, linezolid; VAN, vancomycin; DAP,
daptomycin; TET, tetracycline
https://doi.org/10.1371/journal.pone.0220549.t002
Table 3. Mating experiments and transfer frequencies.
Donor strain Recipient Transconjugants Transfer frequency Resistance genes transferred
omnivore E. faecalis 37TO E. faecalis JH2-2 < 1 x 10−9 -
E. faecium 64/3 < 1 x 10−9 -
E. faecium 37BA E. faecalis JH2-2 1.7 ± 0.43 x 10−6 erm(B)
E. faecium 64/3� 5.7 ± 0.35 x 10−4 erm(B), tet(M), tet(L)
ovo-lacto vegetarian E. faecalis 13BA E. faecalis JH2-2 7.9 ± 0.27 x 10−6 erm(B)
E. faecium 64/3 < 1 x 10−9 -
E. hirae 01BA E. faecalis JH2-2 < 1 x 10−9 -
E. faecium 64/3 < 1 x 10−9 -
vegan E. avium 35PA E. faecalis JH2-2 5.7 ± 0.41 x 10−9 erm(B)
E. faecium 64/3 < 1 x 10−9
E. faecalis 27TO E. faecalis JH2-2 2 ± 0.6 x 10−8 erm(B)
E. faecium 64/3 < 1 x 10−9
�The mating E. faecium 37BA x E. faecium 64/3 was performed in a previous study [57]
https://doi.org/10.1371/journal.pone.0220549.t003
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respectively. In these transconjugants, also stability of the whole plasmid (pEf37BA) carrying
erm(B) and additional AR genes, was demonstrated [55].
The recovery of commensal MDR strains from the feces of healthy individuals and the abil-
ity of these strains to transfer the relevant resistance genes in vitro suggests the potential role of
the human gut microbiota as a reservoir of transferable AR genes. Indeed, the horizontal gene
transfer of AR genes from one bacterium to another in the gut environment has been docu-
mented [60]. Our findings are in line with the reported increase in the incidence of antibiotic
resistant strains carried by healthy humans [15, 61] and their long-term persistence in the gut
[12]. Resistant commensal enterococci harboring the erm(B) gene could derive from contami-
nated foods of animal or vegetable origins [62] or could have been selected during antibiotic
therapy and persisted for years after treatment in the absence of antibiotic pressure [63].
Conclusions
Dietary food intake represents the main reservoir of antibiotic resistant bacteria and their
genes in the human gut. The effect of long term vegan, ovo-lacto vegetarian or omnivore diets
on the prevalence of erythromycin-resistant LAB and their genes in the human gut was stud-
ied. Eleven different species of erythromycin-resistant LAB from Enterococcus and Streptococ-
cus genera were recovered from the fecal samples obtained from each dietary group, showing
that diet did not significantly affect the occurrence of erythromycin-resistant bacteria in the
human gut. However, LAB isolates from omnivores were resistant to a greater number of
tested antibiotics compared to isolates from ovo-lacto vegetarians and vegans. This could be
related to the extensive use of antibiotics in farm animals for therapeutic or prophylactic pur-
poses. Finally, the ability of commensal MDR strains to transfer resistance genes in vitro is of
great concern since they may act as reservoirs of AR genes and be the source of their spreading
to other strains, including human pathogens.
Ethics and informed consent
All participants were informed about the aims of the study and provided informed written
consent. The study was approved by the Ethics Committee of (i) Azienda Sanitaria Locale
(Bari) (protocol N.1050), (ii) Azienda Ospedaliera Universitaria of Bologna (protocol
N.0018396), (iii) Province of Parma (protocol N.22884) and (iv) University of Torino (proto-
col N.1/2013/C).
Supporting information
S1 Table. Complete list and characteristics of the isolates obtained from the feces of the
volunteers following vegan, ovo-lacto vegetarian and omnivore diet. a Percentage of identi-
cal nucleotides in the sequence obtained from the isolate and the sequence of the closest rela-
tive found in the GenBank database; b Accession number of the sequence of the closest relative
found by a BLAST search; � One or more isolates from each ARDRA group were sequenced
and identified; T Type strain; MIC, Minimum Inhibitory Concentration.
(DOCX)
S2 Table. Results of statistical analyses.
(PDF)
Acknowledgments
We are grateful to Marco Gobbetti for his coordination of the Diet4Microgut project.
Erythromycin-resistant lactic acid bacteria in human gut
PLOS ONE | https://doi.org/10.1371/journal.pone.0220549 August 2, 2019 11 / 15
Author Contributions
Conceptualization: Lucia Aquilanti.
Formal analysis: Vesna Milanović, Federica Cardinali, Alice Litta-Mulondo, Barbara Citterio,
Gianmarco Mangiaterra, Cristiana Garofalo.
Funding acquisition: Francesca Clementi.
Resources: Luca Cocolin, Ilario Ferrocino, Raffaella Di Cagno, Silvia Turroni, Camilla Lazzi,
Nicoletta Pellegrini.
Writing – original draft: Carla Vignaroli.
Writing – review & editing: Andrea Osimani, Francesca Biavasco.
References
1. Eckburg PB, Bik EM, Bernstein CN, Purdom E, Dethlefsen L, Sargent M, et al. Diversity of the human
intestinal microbial flora. Science 2005; 308:1635–1638. https://doi.org/10.1126/science.1110591
PMID: 15831718
2. Ley RE, Peterson DA, Gordon JI. Ecological and evolutionary forces shaping microbial diversity in the
human intestine. Cell. 2006; 124(4): 837–848. https://doi.org/10.1016/j.cell.2006.02.017 PMID:
16497592
3. Young VB. The intestinal microbiota in health and disease. Curr Opin Gastroenterol. 2012; 28:63–69.
https://doi.org/10.1097/MOG.0b013e32834d61e9 PMID: 22080827
4. David LA, Maurice CF, Carmody RN, Gootenberg DB, Button JE, Wolfe BE, et al. Diet rapidly and repro-
ducibly alters the human gut microbiome. Nature. 2014; 505: 559–563. https://doi.org/10.1038/
nature12820 PMID: 24336217
5. De Filippis F, Pellegrini N, Vannini L, Jeffery IB, La Storia A, Laghi L, et al. High-level adherence to a
Mediterranean diet beneficially impacts the gut microbiota and associated metabolome. Gut. 2016; 65:
1812. https://doi.org/10.1136/gutjnl-2015-309957 PMID: 26416813
6. Ferrocino I, Di Cagno R, De Angelis M, Turroni S, Vannini L, Bancalari E, et al. Fecal microbiota in
healthy subjects following omnivore, vegetarian and vegan diets: culturable populations and rRNA
DGGE profiling. PLOS One. 2015; 10: e0128669. https://doi.org/10.1371/journal.pone.0128669 PMID:
26035837
7. Flint HJ, Duncan SH, Scott KP, Louis P. Links between diet, gut microbiota composition and gut metab-
olism. Proc Nutr Soc. 2015; 74: 13–22. https://doi.org/10.1017/S0029665114001463 PMID: 25268552
8. Kim MS, Hwang SS, Park EJ, Bae JW. Strict vegetarian diet improves the risk factors associated with
metabolic diseases by modulating gut microbiota and reducing intestinal inflammation. Environ Micro-
biol Rep. 2013; 5:765–75. https://doi.org/10.1111/1758-2229.12079 PMID: 24115628
9. Matijasˇić BB, Obermajer T, Lipoglavsˇek L, Grabnar I, Avgusˇtin G, Rogelj I. Association of dietary type
with fecal microbiota in vegetarians and omnivores in Slovenia. Eur J Nutr. 2014; 53:1051–64 https://
doi.org/10.1007/s00394-013-0607-6 PMID: 24173964
10. Hu Y, Yang X, Qin J, Lu N, Cheng G, Wu N, et al. Metagenome-wide analysis of antibiotic resistance
genes in a large cohort of human gut microbiota. Nat Commun. 2013; 4:2151. https://doi.org/10.1038/
ncomms3151 PMID: 23877117
11. World Health Organization. Antimicrobial resistance. Global report on surveillance. 2014 Summary.
Geneva [Switzerland]: WHO Press; 2014.
12. Jernberg C, Lofmark S, Edlund C, Jansson JK. Long-term impacts of antibiotic exposure on the human
intestinal microbiota. Microbiology. 2010; 156(11):3216–322315.
13. Acar JF, Moulin G. Antimicrobial resistance at farm level. Rev Sci Tech. 2006; 25: 775–792. PMID:
17094710
14. Bengtsson-Palme J. Antibiotic resistance in the food supply chain: Where can sequencing and metage-
nomics aid risk assessment? Curr Opin Food Sci. 2017; 14:66–71.
15. Rolain JM. Food and human gut as reservoirs of transferable antibiotic resistance encoding genes.
Front Microbiol. 2013; 4: 173. https://doi.org/10.3389/fmicb.2013.00173 PMID: 23805136
16. Verraes C, van Boxstael S, van Meervenne E, van Coillie E, Butaye P, Catry B, et al. Antimicrobial resis-
tance in the food chain: A review. Int J Environ Res Public Health. 2013; 10: 2643–2669. https://doi.org/
10.3390/ijerph10072643 PMID: 23812024
Erythromycin-resistant lactic acid bacteria in human gut
PLOS ONE | https://doi.org/10.1371/journal.pone.0220549 August 2, 2019 12 / 15
17. Badosa E, Trias R, Pares D, Pla M, Montesinos E. Microbiological quality of fresh fruit and vegetable
products in Catalonia (Spain) using normalized plate-counting methods and real time polymerase chain
reaction (QPCR). J Sci Food Agric. 2008; 88:605–611.
18. Pagadala S, Marine SC, Micallef SA, Wang F, Pahl DM, Melendez MV, et al. Assessment of region,
farming system, irrigation source and sampling time as food safety risk factors for tomatoes. Int J Food
Microbiol. 2015; 196:98–108. https://doi.org/10.1016/j.ijfoodmicro.2014.12.005 PMID: 25540859
19. Devarajan N, Laffite A, Graham ND, Meijer M, Prabakar K, Mubedi JI, et al. Accumulation of Clinically
Relevant Antibiotic-Resistance Genes, Bacterial Load, and Metals in Freshwater Lake Sediments in
Central Europe. Environ Sci Technol. 2015; 49 (11): 6528–6537. https://doi.org/10.1021/acs.est.
5b01031 PMID: 25933054
20. San Millan A. Evolution of Plasmid-Mediated Antibiotic Resistance in the Clinical Context. Trends Micro-
biol. 2018; 26(12): 978–985. https://doi.org/10.1016/j.tim.2018.06.007 PMID: 30049587
21. Stoll C, Sidhu JP, Tiehm A, Toze S. Prevalence of clinically relevant antibiotic resistance genes in sur-
face water samples collected from Germany and Australia. Environ Sci Technol. 2012, 46(17): 9716–
9726. https://doi.org/10.1021/es302020s PMID: 22846103
22. Aarts H, Margolles A. Antibiotic resistance genes in food and gut (non-pathogenic) bacteria. Bad genes
in good bugs. Front Microbiol. 2015; 5: 754. https://doi.org/10.3389/fmicb.2014.00754 PMID:
25620961
23. Milanović V, Osimani A, Aquilanti L, Tavoletti S, Garofalo C, Polverigiani S, et al. Occurrence of antibi-
otic resistance genes in the faecal DNA of healthy omnivores, ovo-lacto vegetarians and vegans. Mol
Nutr Food Res. 2017; 61(9) https://doi.org/10.1002/mnfr.201601098 PMID: 28464483
24. Van Schaik W. The human gut resistome. Philos Trans R Soc Lond B Biol Sci. 2015; 70(1670):
20140087.
25. Huddleston JR. Horizontal gene transfer in the human gastrointestinal tract: potential spread of antibi-
otic resistance genes. Infect Drug Resist. 2014; 7:167–176. https://doi.org/10.2147/IDR.S48820 PMID:
25018641
26. Losasso C, Di Cesare A, Mastrorilli E, Patuzzi I, Cibin V, Eckert EM, et al. Assessing antimicrobial resis-
tance gene load in vegan, vegetarian and omnivore human gut microbiota. Int J Antimicrob Agents.
2018; 52(5):702–705. https://doi.org/10.1016/j.ijantimicag.2018.07.023 PMID: 30081136
27. Macovei L, Zurek L. Influx of enterococci and associated antibiotic resistance and virulence genes from
ready-to-eat food to the human digestive tract. Appl Environ Microbiol. 2007; 73: 6740–6747. https://
doi.org/10.1128/AEM.01444-07 PMID: 17766449
28. Van den Braak N, Kreft D, van Belkum A, Verbrugh H, Endtz H. Vancomycin-resistant enterococci in
vegetarians. Lancet. 1997; 350: 146–147.
29. Wu G, Zhang C, Wang J, Zhang F, Wang R, Shen J, et al. Diminution of the gut resistome after a gut
microbiota-targeted dietary intervention in obese children. Sci Rep. 2016; 6:24030. https://doi.org/10.
1038/srep24030 PMID: 27044409
30. Devirgiliis C, Zinno P, Perozzi G. Update on antibiotic resistance in foodborne Lactobacillus and Lacto-
coccus species. Front Microbiol. 2013; 4: 301. https://doi.org/10.3389/fmicb.2013.00301 PMID:
24115946
31. Osimani A, Garofalo C, Aquilanti, Milanović V, Clementi F. Unpasteurised commercial boza as a source
of microbial diversity. Int J Food Microbiol. 2015; 194: 62–70. https://doi.org/10.1016/j.ijfoodmicro.
2014.11.011 PMID: 25437059
32. Weisburg WG, Barns SM, Pelletier DA, Lane DJ. 16S ribosomal DNA amplification for phylogenetic
study. J Bacteriol. 1991; 173: 697–703. https://doi.org/10.1128/jb.173.2.697-703.1991 PMID: 1987160
33. Aquilanti L, Favilli F, Clementi F. Comparison of different strategies for isolation and preliminary identifi-
cation of Azotobacter from soil samples. Soil Biol Biochem. 2004; 36:1475–1483.
34. Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ. Basic local alignment search tool. J Mol Biol.
1990; 215:403–410. https://doi.org/10.1016/S0022-2836(05)80360-2 PMID: 2231712
35. CLSI (2015) Methods for Dilution Antimicrobial Susceptibility Tests for Bacteria That Grow Aerobically;
Approved Standard—Tenth Edition. CLSI document M07-A10. Wayne, PA: Clinical and Laboratory
Standards Institute; 2015.
36. CLSI (2017) Performance Standards for Antimicrobial Susceptibility Testing. 27th ed. CLSI supplement
M100. Wayne, PA: Clinical and Laboratory Standards Institute; 2017.
37. Vignaroli C, Luna GM, Pasquaroli S, Di Cesare A, Petruzzella R, Paroncini P, et al. Epidemic Escheri-
chia coli ST131 and Enterococcus faecium ST17 in coastal marine sediments from an Italian beach.
Environ. Sci Technol. 2013; 47:13772–13780.38. https://doi.org/10.1021/es4019139 PMID: 24195439
38. Citterio B, Pasquaroli S, Mangiaterra G, Vignaroli C, Di Sante L, Leoni F, et al. Venus Clam (Chamelea
gallina): a reservoir of multidrug-resistant enterococci. Food Cont. 2017; 82:184–189.
Erythromycin-resistant lactic acid bacteria in human gut
PLOS ONE | https://doi.org/10.1371/journal.pone.0220549 August 2, 2019 13 / 15
39. Vignaroli C, Zandri G, Aquilanti L, Pasquaroli S, Biavasco F. Multidrug-Resistant Enterococci in Animal
Meat and Faeces and Co-Transfer of Resistance from an Enterococcus durans to a Human Enterococ-
cus faecium. Curr Microbiol. 2011; 62(5):1438–47. https://doi.org/10.1007/s00284-011-9880-x PMID:
21286720
40. Harmsen HJ, de Goffau MC. The Human Gut Microbiota. Adv Exp Med Biol. 2016; 902:95–108. https://
doi.org/10.1007/978-3-319-31248-4_7 PMID: 27161353
41. Lebreton F, Willems RJL, Gilmore MS. Enterococcus diversity, origins in nature, and gut colonization.
In Gilmore M. S., Clewell D. B., Ike Y., et al. (Eds.), Enterococci: From commensals to leading causes
of drug resistant infection. Boston, Massachusetts, Eye and Ear Infirmary. 2014; (pp. 5–64).
42. Sekirov I, Russell SL, Antunes LCM, Finlay BB. Gut Microbiota in Health and Disease. Physiol Rev.
2010; 90:859–904. https://doi.org/10.1152/physrev.00045.2009 PMID: 20664075
43. Riboldi GP, Mattos EP, Frazzon APG, d’Azevedo PA, Frazzon J. Phenotypic and genotypic heteroge-
neity of Enterococcus species isolated from food in southern Brazil. J Basic Microbiol. 2008; 48: 31–37.
https://doi.org/10.1002/jobm.200700226 PMID: 18247393
44. Abriouel H, Omar NB, Molinos AC, Lo´pez RL, Grande MJ, Martı´nez-Viedma P, et al. Comparative anal-
ysis of genetic diversity and incidence of virulence factors and antibiotic resistance among enterococcal
populations from raw fruit and vegetable foods water and soil and clinical samples. Int J Food Microbiol.
2008; 123:38–49. https://doi.org/10.1016/j.ijfoodmicro.2007.11.067 PMID: 18180067
45. Gomes B, Esteves C, Palazzo I, Darini A, Felis G, Sechi L, De Martinis E. Prevalence and characteriza-
tion of Enterococcus spp. isolated from Brazilian foods. Food Microbiol. 2008; 25:668–675. https://doi.
org/10.1016/j.fm.2008.03.008 PMID: 18541165
46. Perez-Pulido R, Abriouel H, Ben Omar N, Lucas R, Martinez-Canamero M, Galvez A. Safety and poten-
tial risks of enterococci isolated from traditional fermented capers. Food Chem Toxicol. 2006; 44:
2070–2077. https://doi.org/10.1016/j.fct.2006.07.008 PMID: 16971033
47. Trivedi K., Cupakova S., Karpiskov R. Virulence factors and antibiotic resistance in enterococci isolated
from food sutffs. Vet Med. 2011; 56: 352–357.
48. Coykendall AL. Classification and identification of the viridans streptococci. Clin Microbiol Rev. 1989;
2:315–328. https://doi.org/10.1128/cmr.2.3.315 PMID: 2670193
49. Economou V, Gousia P. Agriculture and food animals as a source of antimicrobial-resistant bacteria.
Infect Drug Resist. 2015; 1(8):49–61.
50. Brenciani A, Tiberi E, Tili E, Mingoia M, Palmieri C, Varaldo PE, et al. Genetic determinants and ele-
ments associated with antibiotic resistance in viridans group streptococci. J Antimicrob Chemother.
2014; 69:1197–1204. https://doi.org/10.1093/jac/dkt495 PMID: 24343896
51. Leclercq R. Mechanisms of resistance to macrolides and lincosamides: nature of the resistance ele-
ments and their clinical implications. Clin Infect Dis. 2002; 34:482–492. https://doi.org/10.1086/324626
PMID: 11797175
52. Card RM, Warburton PJ, Maclaren N, Mullany P, Allan E, Anjum MF. Application of microarray and
functional-based screening methods for the detection of antimicrobial resistance genes in the micro-
biomes of healthy humans. PLOS One. 2014; 9:e86428. https://doi.org/10.1371/journal.pone.0086428
PMID: 24466089
53. Garofalo C, Vignaroli C, Zandri G, Aquilanti L, Bordoni D, Osimani A, et al. Direct detection of antibiotic
resistance genes in specimens of chicken and pork meat. Int J Food Microbiol. 2007; 113: 75–83.
https://doi.org/10.1016/j.ijfoodmicro.2006.07.015 PMID: 17005283
54. Clewell DB, Flannagan SE, Jaworski DD. Unconstrained bacterial promiscuity: the Tn916-Tn1545 fam-
ily of conjugative transposons. Trends Microbiol. 1995; 3:229–236. PMID: 7648031
55. Morroni G, Brenciani A, Litta-Mulondo A, Vignaroli C, Mangiaterra G, Fioriti S, et al. Characterization of
a new transferable MDR plasmid carrying the pbp5 gene from a clade B commensal Enterococcus fae-
cium. J Antimicrob Chemother. 2019; 74(4):843–850. https://doi.org/10.1093/jac/dky549 PMID:
30649343
56. Portillo A, Ruiz-Larrea F, Zarazaga M, Alonso A, Martinez JL, Torres C. Macrolide resistance genes in
Enterococcus spp. Antimicrob Agents Chemother. 2000; 44:967–971. https://doi.org/10.1128/aac.44.
4.967-971.2000 PMID: 10722498
57. Di Sante L., Morroni G., Brenciani, et al. pHTβ-promoted mobilization of non-conjugative resistance
plasmids from Enterococcus faecium to Enterococcus faecalis. J Antimicrob Chemother. 2017; 72:
2447–53. https://doi.org/10.1093/jac/dkx197 PMID: 28645197
58. Grady R, Hayes F. Axe–Txe, a broad-spectrum proteic toxin–antitoxin system specified by a multi-
drug resistant, clinical isolate of Enterococcus faecium. Mol Microbiol. 2003; 47: 1419–32. PMID:
12603745
Erythromycin-resistant lactic acid bacteria in human gut
PLOS ONE | https://doi.org/10.1371/journal.pone.0220549 August 2, 2019 14 / 15
59. Schwarz FV, Perreten V, Teuber M. Sequence of the 50-kb conjugative multiresistance plasmid pRE25
from Enterococcus faecalis RE25. Plasmid 2001; 46: 170–87. https://doi.org/10.1006/plas.2001.1544
PMID: 11735367
60. De Vries LE, Valles Y, Agerso Y, Vaishampayan PA, Garcia-Montaner A, Kuehl JV, et al. The gut as
reservoir of antibiotic resistance: Microbial diversity of tetracycline resistance in mother and infant.
PLoS ONE. 2011; 6, e21644. https://doi.org/10.1371/journal.pone.0021644 PMID: 21738748
61. Bailey JK, Pinyon JL, Anantham S, Hall RM. Commensal Escherichia coli of healthyhumans: a reservoir
for antibiotic-resistance determinants. J Med Microbiol. 2010; 59: 1331–1339. https://doi.org/10.1099/
jmm.0.022475-0 PMID: 20671087
62. Sa´nchez VA, Lavilla LL, Benomar N, Galvez A, Perez PR, Abriouel H. Phenotypic and molecular antibi-
otic resistance profile of Enterococcus faecalis and Enterococcus faecium isolated from different tradi-
tional fermented foods. Foodborne Pathog Dis. 2013; 10: 143–149. https://doi.org/10.1089/fpd.2012.
1279 PMID: 23259502
63. Sjo¨lund M, Wreiber K, Andersson DI, Blaser MJ, Engstrand L. Long-Term Persistence of Resistant
Enterococcus Species after Antibiotics to Eradicate Helicobacter pylori. Ann Intern Med. 2003; 139(6):
483. https://doi.org/10.7326/0003-4819-139-6-200309160-00011 PMID: 13679325
Erythromycin-resistant lactic acid bacteria in human gut
PLOS ONE | https://doi.org/10.1371/journal.pone.0220549 August 2, 2019 15 / 15
